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revealed that alanine had the strongest negative correlation with the

genus Parabacteroides (Figure 5F and Supplementary Figure S6F). We

then assessed whether an alanine-free dietary intervention

(Supplementary Table S1) altered the gut microbiota (Figure 5G). The

alanine-free dietary intervention increased the abundance of both genus

Parabacteroides and P. distasonis (Figure 5H, I).

3.6 | Dietary intervention and subsequent
gut microbiota alteration can prevent UTUC
carcinogenesis in female BALB/c mice

Finally, we evaluated the impact of the gut microbiota remodeled by

this dietary intervention on the BBN-induced UTUC mouse model
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